[Study of the Microbiome of the Intestine of the Comephorus dybowski Korotneff, 1904].
Data on metagenomic analysis of the microbial community of the intestine of the Comephorus dybowski are presented for the first time. It was established that the bacterial community is characterized by a significant species diversity. In its composition 301 phylotypes (OTU) belonging to 23 phyla (out of which six are candidate, including the Thermobaculum, Gracilibacteria, Candidatus Saccharibacteria, TM6, Latescibacteria, and Parcubacteria) were detected. It was demonstrated that species richness estimated by means of the non-parametric ACE and Chao1 criteria was 568 and 504, respectively; and the species diversity by the Shannon index was 4.05. The analysis ofunique peculiarities of the C. dybowski ecology and biology allows us to explain some of the data obtained on the intestinal microbiome of this specie.